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Research of glycosyltransferase gene tobM?2 in tobramycin
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Abstract; The glycosyltransferase gene tobM2 was disrupted to study the reaction of glycosylation in the tobra-
mycin biosynthesis. A recombinant plasmid pMB4 was constructed with tobramycin biosynthesis gene cluster
as the template. Then, the plasmid pMB4 was transformed into Streptomyces tenebrarius Tt-49 by conjuga-
tion. A mutant strain TW402 was obtained by the gene t0bM2 was disrupted, screened and confirmed by e-
rythromycin resistance and PCR amplification. Ferment and metabolite analysis showed that the total titer of
mutant strain TW402 decreased slightly, which was about 85% of that of the wild-type strain. TLC detection
and MS analyses indicated that the mutant strain TW402 mainly produced apramycin, and nebramine was ac-

cumulated. TobM2 converted nebramine into tobramycin, and apramycin-producing engineering bacterium was
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obtained by disruption of tobM2 gene, which blocked the tobramycin biosynthesis.
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